: Thermal-unfolding of MAC (500 M) in 5 mM sodium phosphate buffer, pH 7 monitored in the far-UV CD region. The negative CD band at ~ 214 nm, indicating beta-sheet structure, diminishes with increasing temperature. The transition is fitted to a sigmoidal curve in Figure S1B and shows a midpoint temperature of ~85  C.
Figure S1B: Thermal unfolding of MAC observed by monitoring the decrease in ellipticity at ̴ 214 nm. A best-fit sigmoidal curve through the data shows that the transition remained incomplete even at the high-temperatures, which precluded a detailed analysis. However, an approximate mid-point of the transition is clearly observed around 85  C. In all three models the chain turns around residues 9 and 11 around the middle of the chain-length. The approximate length of the hairpins is shown in Angstroms. The picture was drawn using the software DSViewerPro (Accelrys). Figure S2C : Secondary structure prediction for MAC carried out using PSIPRED server (http://bioinf.cs.ucl.ac.uk/psipred). Prediction shows that six residues in the N-terminal end and two in the C-terminal end form a beta-strand and all others in the "coil" form. The cartoon above (Fig. S2B) pictorially depicts the strands. See text for details. 015 ppm is drawn here to indicate overall small CSPs and to highlight residues that are relatively, significantly perturbed. These residues are also listed in Table S2 . Residues in bold show relatively stronger binding
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